Here, we report on the use of small pieces of skin from the soles of the feet of museum specimens used in the context of a population genetics study of the Loggerhead Shrike (Lanius ludovicianus). Because the sole of the foot has not to our knowledge been used as a taxonomic character in birds, the damage done to the specimens for future research is negligible. Furthermore, because we successfully analyzed single-locus nuclear markers (microsatellites) with these samples, few genetic questions exist that cannot be resolved with this tissue.
Methods.-With a sterile scalpel blade, pieces of skin approximately 1.5 x 1.5 x 3 mm were cut from the ventral side of the proximal phalanx of the first digit of the feet from 19 specimens of the San Clemente Loggerhead Shrike (L. ludovicianus mearnsi) that were obtained in 1915 and housed in two collections, the San Diego Natural History Museum (SDNHM) and the University of California, Los Angeles (UCLA). In addition, single flank feathers (approximately 3 cm long) with attached skin were plucked from the four specimens at SDNHM. Skin and feather samples were placed singly into sterile plastic envelopes. DNA extractions were performed in a UV hood with a commercial kit (QiAmp, Qiagen). About one-third of the foot-skin samples, or the whole feather base (calamus), was used in each extraction. Negative extraction controls, using the same instruments and reagents, were carried out simultaneously. Briefly Results. -A 250 base-pair segment of the mitochondrial control region was successfully amplified from the foot skin of all 19 specimens, and for each specimen at least 200 base-pairs of sequence was obtained from two independent amplifications, mostly from separate extractions (Table 1) . In contrast, a PCR product was obtained from only one of the four extractions from feathers, and this product was too weak to sequence directly. All seven nuclear microsatellite loci were successfully amplified and scored from DNA extracted from the foot skin of the 19 specimens ( Discussion.-Caution is required in interpreting data obtained from museum specimens, because the introduction of foreign DNA from a variety of sources (e.g. surface contamination on the specimens in the museum or contamination from other specimens in the lab) is a major concern. There are several reasons why we are confident that the present results cannot be attributed to contamination: (1) negative extraction controls were always negative, (2) PCR product was obtained from most samples in most reactions, (3) results were repeatable, and (4) different genotypes Other studies, however, have been unable to exclude the possibility that parental quality, or genetic or maternal effects, covaried with hatch date. If poorerquality phenotypes or genotypes nest later, then latehatching goslings may grow more slowly because they represent inferior genotypes, the eggs they hatched from were of poor quality, or they had poor-quality parents. We experimentally delayed hatching dates of Black Brant (Branta bernicla nigricans; hereafter "Brant") eggs to test influences of genetic and maternal effects on gosling growth.
Methods.-We removed the first egg from Brant nests and held them at ambient temperature for one to three days during the egg-laying period in 1991-1993. These eggs were then placed into nests containing one egg. To ensure that experimental eggs hatched synchronously with their foster siblings, it was necessary to delay only first eggs and to transfer these eggs into nests containing single eggs because Brant females begin incubation after laying their second egg (Flint et al. 1994 ). Switched eggs, therefore, hatched one to three days (x = 2 days) later than they would have if not switched. We compared growth rates of goslings hatching from delayed eggs with growth rates of goslings hatching naturally on the
